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A map of central metabolism was created in Cytoscape and used to plot the estimated allele effect of genetic variation across primary metabolites. A red box shows increased metabolite accumulation when the line contains the Teqing allele while green shows increased metabolite accumulation when the line contains the Lemont allele of a QTL. White boxes are metabolites that were detected but not Epistatic interactions between QTL hotspots was tested by ANOVA for all plant height and tiller phenotypes. Descriptive summary statistics are presented for all phenotypes. A: Ratio of the significant marker interactions to the total number of pairwise interactions tested. B: The ratio of variance explained by significant epistatic interactions in the model with each trait listed at the bottom.
